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ALIGNMENTS 



RESULT 1 
AR451377 
LOCUS 

DEFINITION 
ACCESSION 
VERSION 
KEYWORDS 



19 bp DNA 



AR451377 

Sequence 22 from patent US 6673917. 
AR451377 

AR451377 . 1 GI : 42 6824 02 



linear PAT 20-FEB-2004 
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SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



ORIGIN 



Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 19) 

Korneluk, R.G. , LaCasse,E., Baird,S., Holcik,M. and Young, S. 

Antisense IAP nucleic acids and uses thereof 

Patent: US 6673917-:A 22 06-JAN-2004; 

University of Ottawa; Ottawa; 

CAX; 

Location/Qualifiers 
1. .19 

/organism= "unknown" 

/ mo l_type= "genomic DNA" 



Query Match 100.0%; Score 19; DB 2; 

Best Local Similarity 100.0%; Pred. No. 33; 



Matches 19; Conservative 



0; Mismatches 



Length 19 , 
0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 19 

1 1 1 1! II II 1 1 II 1 1 1 1 1 1 

1 ATCTTCTCTTGAAAATAGG 19 



RESULT 2 
AX411922 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



linear PAT 14-JUN-2002 



AX411922 19 bp DNA 

Sequence 22 from Patent WO0226968. 
AX411922 

AX411922 .1 GI: 21444387 



synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Korneluk, R.G. , Lacasse,E., Baird,S., Holcik,M. and Young, S. 
Antisense iap nucleic acids and uses thereof 
Patent: WO 0226968-A 22 04-APR-2002; 

University of Ottawa (CA) ; Aegera Therapeutics Inc. (CA) 
Location/Qualifiers 
1. .19 

/organism= "synthetic construct" 
/mol_type= "unassigned DNA" 
/ db_xr e f = » t axon : 3 2 6 3 0 " 
/note= "based on Homo sapiens" 



Query Match 100.0%; Score 19; DB 2; Length 19; 

Best Local Similarity 100.0%; Pred. No. 33; 

Matches 19; Conservative 0; Mismatches 0; Indels 



0; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 19 

I I I I I I I I I I I I I I I I I I I 
1 ATCTTCTCTTGAAAATAGG 19 



RESULT 3 
AR103291 

LOCUS AR103291 20 bp DNA linear PAT 14-FEB-2001 

DEFINITION Sequence 11 from patent US 6087173. 
ACCESSION AR103291 
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VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AR103291.1 GI: 12814879 

Unknown. 
Unknown . 
Unclassified. 
1 (bases 1 to 20) 

Bennett, C.Frank . , Ackermann, E . J . and Cowsert,L.M. 

Antisense modulation of X-linked inhibitor of apoptosis expression 
Patent: US 6087173-A 11 11- JUL-2000 ; 

Location/Qualifiers 

1. .20 

/ organi sm= " unknown " 
/mol_type="unassigned DNA " 



Query Match 100.0%; Score 19; DB 2; 

Best Local Similarity 100.0%; Pred. No. 33; 



Matches 19; Conservative 



0; Mismatches 



Length 20; 
0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 

■ I III I II I I II I I I I I I II 

2 ATCTTCTCTTGAAAATAGG 



19 



20 



RESULT 4 
CQ890068 
LOCUS 

DEFINITION . 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
• AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



CQ890068 33 bp DNA 

Sequence 22 from Patent WO2004085660 . 
CQ890068 

CQ8 90068 . 1 GI : 543 05762 



synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Smith,J.F., Kamrud,K. and Rayner,J.O. 

Improved alphavirus replicons and helper constructs 

Patent: WO 2004085660-A 22 07-OCT-2004; 

Alphavax, Inc. (US) 

Location/Qualifiers 

1. .33 

/organism= M synthetic construct" 
/mol_type= "unassigned DNA" 
/db_xref="taxon: 32630" 
/note="PCR primer" 



linear PAT 19-OCT-2004 



Query Match 100.0%; Score 19; DB 2; 

Best Local Similarity 100.0%; Pred. No. 31; 



Matches 19; Conservative 



0; Mismatches 



Length 33; 
0; Indels 0; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 19 

I I Ml I MM II I II I I I I 
5 ATCTTCTCTTGAAAATAGG 23 



RESULT 5 

CS027754/C 

LOCUS 

DEFINITION 
ACCESSION 



CS027754 19 bp RNA 

Sequence 7 from Patent WO2005014811 . 
CS027754 



linear PAT 03-MAR-2005 
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VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



CS027754.1 GI:60497304 

synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Mcswiggen,J. and Chowrira, B . M . 

RNA interference mediated inhibition of XIAP gene expression using 
short interfering Nucleic Acid (siNA) 
Patent: WO 2005014811-A 7 17-FEB-2005; 
Sirna Therapeutics, Inc. (US) 

Location/Qualifiers 

1. .19 

/organism=" synthetic construct" 
/mol_type="unassigned RNA" 
/ db_xr e f = " t axon : 3 2 6 3 0 " 

/note= "Description of Artificial Sequence: Target 
Sequence/siNA sense region" 



ORIGIN 



Query Match 94.7%; Score 18; DB 2; Length 19; 

Best Local Similarity 100.0%; Pred. No. 1.2e+02; 
Matches 18; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 



Db 



2 TCTTCTCTTGAAAATAGG 19 

III MM I Mill III II 

19 TCTTCTCTTGAAAATAGG 2 



RESULT 6 
CS028221 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



CS028221 19 bp RNA linear PAT 03-MAR-2005 

Sequence 474 from Patent WO2005014811 . 

CS028221 

CS028221. 1 GI : 60497771 

synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Mcswiggen,J. and Chowrira, B . M . 

RNA interference mediated inhibition of XIAP gene expression using 
short interfering Nucleic Acid (siNA) 
Patent: WO 2005014811-A 474 17-FEB-2005; 
Sirna Therapeutics, Inc. (US) 

Location/Qualifiers 

1. .19 

/organism= "synthetic construct" 
/mol_type= "unassigned RNA" 
/ db_xr e f = " t axon : 3 2 6 3 0 " 

/note= "Description of Artificial Sequence: siNA antisense 
region" 



ORIGIN 



Query Match 94.7%; Score 18; DB 2; Length 19; 

Best Local Similarity 100.0%; Pred. No. 1.2e+02; 
Matches 18; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



2 TCTTCTCTTGAAAATAGG 19 

I M 1 1 1 1 1 M 1 1 M 1 1 1 1 

1 TCTTCTCTTGAAAATAGG 18 
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RESULT 7 
AR103290 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



linear PAT 14-FEB-2001 



AR103290 20 bp DNA 

Sequence 10 from patent US 6087173. 
AR103290 

AR103290. 1 GI : 128148 78 



Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 20) 

Bennett , C.Frank. , Ackermann, E . J. and Cowsert,L.M. 

Antisense modulation of X-linked inhibitor of apoptosis expression 
Patent: US 6087173-A 10 ll-JUL-2000; 

Location/Qualifiers 

1. .20 

/ organi sm= " unknown " 
/mol_type="unas signed DNA" 



Query Match 94.7%; Score 18; 

Best Local Similarity 100.0%; Pred. No. 



DB 2; Length 20; 
1.2e+02; 



Matches 18; Conservative 



0; Mismatches 



0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



2 TCTTCTCTTGAAAATAGG 19 

I I I I II I I I I I I I II I I I 
1 TCTTCTCTTGAAAATAGG 18 



RESULT 8 
AR103292 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE . 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AR103292 20 bp DNA linear PAT 14-FEB-2001 

Sequence 12 from patent US 6087173. 

AR103292 

AR103292 .1 GI : 12814880 

Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 20) 

Bennett , C . Frank . , Ackermann, E . J. and Cowsert,L.M. 

Antisense modulation of X-linked inhibitor of apoptosis expression 
Patent: US 6087173-A 12 ll-JUL-2000; 

Location/Qualifiers 

1. .20 

/organ is m= "unknown" 
/mol_type="unassigned DNA" 



Query Match 89.5%; Score 17; DB 2; Length 20; 

Best Local Similarity 100.0%; Pred. No. 4.2e+02; 
Matches 17; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



Qy 
Db 



1 ATCTTCTCTTGAAAATA 17 

I I I I I I I I I I I I I I I I 
4 ATCTTCTCTTGAAAATA 2 0 



RESULT 9 
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AR688306 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



ORIGIN 



AR688306 50 bp DNA linear PAT 12-SEP-2005 

Sequence 7735 from patent US 6905827. 

AR688306 

AR688306 . 1 GI : 74470076 

Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 50) 

Wohlgemuth, J. , Fry,K., Woodward, R. and Ly,N. 

Methods and compositions for diagnosing or monitoring auto immune 

and chronic inflammatory diseases 

Patent: US 6905827-A 7735 14-JUN-2005; 

Expression Diagnostics, Inc.; So. San Francisco, CA 

Location/Qualifiers 

1. .50 

/organi sm= 11 unknown " 
/mol__type= "genomic DNA" 



Query Match 83.2%; 
Best Local Similarity 89.5%; 
Matches 17; Conservative 



Score 15.8; DB 2; Length 50; 
Pred. No. 1.8e+03; 
0; Mismatches 2; Indels 



0; Gaps 



0; 



Qy 
Db 



1 ATCTTCTCTTGAAAATAGG 19 

Mill MINIMI III 

2 0 ATCTTTTCTTGAAAACAGG 38 



RESULT 10 

AR103293 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AR103293 20 bp DNA linear PAT 14-FEB-2001 

Sequence 13 from patent US 6087173. 

AR103293 

AR103293 .1 GI : 12814881 

Unknown . 
Unknown . 
Unclassified . 
1 (bases 1 to' 20) 

Bennett , C . Frank . , Ackermann, E . J. and Cowsert,L.M. 

Antisense modulation of X-linked inhibitor of apoptosis expression 
Patent: US 6087173-A 13 ll-JUL-2000; 

Location/Qualifiers 

1. .20 

/ o rg an i s m= " unknown " 
/mol_type=" unas signed DNA" 



Query Match 78.9%; Score 15; DB 2; Length 20; 

Best Local Similarity 100.0%; Pred. No. 5.3e+03; 
Matches 15; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAA 15 

I I I I I I I I I I I I I I I 
6 ATCTTCTCTTGAAAA 2 0 



RESULT 11 
CS249356/C 
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LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



CS249356 47 bp DNA • ' linear ' PAT 18-JAN-2006 

Sequence 106 from Patent EP1614755. 

CS249356 

CS249356 .1 GI : 85361574 

synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Seibler , J . 

Target transgenesis of short hairpin RNA expression cassette using 
recombinase mediated cassette exchange 
Patent: EP 1614755-A 106 ll-JAN-2006; 
ARTEMIS Pharmaceuticals GmbH (DE) 

Location/Qualifiers 

1. .47 

/organism= "synthetic construct" 
/mol_type= "unassigned DNA" 
/db_xref = " taxon : 3263 0 " 

/note= "Description of Artificial Sequence: DNA encoding an 
shRNA directed against the gene for the ubiquitin 
carboxyl- terminal hydrolase 20" 



ORIGIN 



Query Match 77.9%; 
Best Local Similarity 88.9%; 
Matches 16; Conservative 



Score 14.8; DB 2 ; Length 47 ; 
Pred. No. 6.3e+03; 
0; Mismatches 2; Indels 



0 ; Gaps 



0; 



Qy 

Db 



2 TCTTCTCTTGAAAATAGG 19 

I llllll MM II Ml 

31 TCTTCTCTTGAAAGAAGG 14 



RESULT 12 

AR290347 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 



linear PAT 12-JUN-2003 



AR290347 47 bp DNA 

Sequence 2082 from patent US 6537751. 
AR290347 

AR290347.1 GI:31677631 



Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 47) 

Cohen,D., Chumakov,I. and Blumenf eld, M . 

Biallelic markers for use in constructing a high density 
disequilibrium map of the human genome 
Patent: US 6537751-A 2082 25-MAR-2003; 
S.A.;; 



Genset 

FRX; 



FEATURES 

source 



ORIGIN 



Location/Qualifiers 
1. .47 

/organism= 11 unknown" 
/mol_type= "genomic DNA" 



Query Match 76 . 8%; 

Best Local Similarity 93.3%; 
Matches 14; Conservative 



Score 14.6; DB 2; 
Pred. No. 8.1e+03; 
1; Mismatches 0; 



Length 47; 



Indels 



0 ; Gaps 



0; 



Qy 



5 TCTCTTGAAAATAGG 19 
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I I I I I I I Ih I II I I 

Db 15 TCTCTTGAAMATAGG 29 



RESULT 13 

CQ550497/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



ORIGIN 



CQ550497 60 bp DNA linear PAT 30-JAN-2004 

Sequence 20132 from Patent WO0210449. 

CQ550497 

CQ550497 . 1 GI : 41516924 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae ; Homo . 
1 

Shoshan,A., Wasserman, A. , Mintz,E., Mintz # L. and Faigler,S. 
Oligonucleotide library for detecting ma transcripts and splice 
variants that populate a transcriptome 
Patent: WO 0210449-A 20132 07-FEB-2002; 
Compugen Inc. (US) 

Location/Qualifiers 

1. .60 

/organism= "Homo sapiens" 
/mol_type=" unas signed DNA" 
/ db_xr e f = " t axon : 9 6 0 6 " 



Query Match 75.8%; Score 14.4; DB 2; Length 60; 

Best Local Similarity 93.8%; Pred. No. le+04; 

Matches 15; Conservative 0; Mismatches 1; Indels 



0 ; Gaps 



0; 



Qy 

Db 



4 TTCTCTTGAAAATAGG 19 

lllllllllll II I I 
36 TTCTCTTGAAATTAGG 21 



RESULT 14 

CS249313/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



linear PAT 18-JAN-2006 



CS249313 47 bp DNA 

Sequence 63 from Patent EP1614755. 
CS249313 

CS249313. 1 GI : 853 61531 



synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Seibler , J . 

Target transgenesis of short hairpin RNA expression cassette using 
recombinase mediated cassette exchange 
Patent: EP 1614755-A 63 ll-JAN-2006; 
ARTEMIS Pharmaceuticals GmbH (DE) 

Location/Qualifiers 

1. .47 

/organism=" synthetic construct" 
/mol_type="unassigned DNA" 
/ db_x r e f = " t axon : 3 2 6 3 0 " 

/note= "Description of Artificial Sequence: DNA encoding an 
shRNA directed against the FLJ14914 (similar to UBP4) 
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gene " 



ORIGIN 



Query Match 74.7%; 
Best Local Similarity 84.2%; 
Matches 16; Conservative 



Score 14.2; DB 2; Length 47; 
Pred. No. 1.4e+04; 
0; Mismatches 3; Indels 



0 ; Gaps 



0; 



Qy 
Db 



1 ATCTTCTCTTGAAAATAGG 19 

llllllllllllll II 
32 ATCTTCTCTTGAAAGATGG 14 



RESULT 15 

CQ544851 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



ORIGIN 



CQ544851 60 bp DNA linear PAT 30-JAN-2004 

Sequence 14486 from Patent WO0210449. 

CQ544851 

CQ544851 .1 GI : 41511115 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini 
Hominidae; Homo. 
1 

Shoshan,A. # Wasserman,A. , Mintz,E., Mintz,L. and Faigler,S. 
Oligonucleotide library for detecting ma transcripts and splice 
variants that populate a trans crip tome 
Patent: WO 0210449-A 14486 07-FEB-2002; 
Compugen Inc. (US) 

Location/Qualifiers 

1. .60 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db xref="taxon:9606" 



Query Match 74 .7%; 

Best Local Similarity 84.2%; 
Matches 16; Conservative 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 

lllllll I MINI II 
35 ATCTTCTGTGGAAAATGGG 53 



Score 14 . 2 ; DB 2 ; 
Pred. No. 1.3e+04; 
0; Mismatches 3; 

19 



Length 60; 



Indels 



0 ; Gaps 



0; 



RESULT 16 

A42870 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 



A42870 
Sequence 
A42870 
A42870. 1 



2 from Patent 



GI:2298319 



69 bp 
WO9502701. 



DNA 



linear PAT 06-MAR-1997 



unidentified 
unidentified 
unclassified sequences. 
1 (bases 1 to 69) 

Abken,H.J., Albert ,W. and Jungfer,H. 

METHOD OF IDENTIFYING HUMAN AND ANIMAL CELLS CAPABLE OF UNLIMITED 
PROLIFERATION OR TUMOUR FORMATION 
Patent: WO 9502701-A 2 26-JAN-1995; 
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BOEHRINGER MANNHEIM GMBH (DE) 
COMMENT Other publication DE 4323727 950309. 

FEATURES Location/Qualifiers 
source 1. .69 

/organi sm= 11 uni dent i f ied " 
/mol_type="unassigned DNA" 
/ db_xr e f = " t axon : 3 2 6 4 4 " 

ORIGIN 

Query Match 74.7%; Score 14.2; DB 2; Length 69; 

Best Local Similarity 84.2%; Pred. No. 1.3e+04; 

Matches 16; Conservative 0; Mismatches 3; Indels 0; Gaps 0; 
Qy 1 ATCTTCTCTTGAAAATAGG 19 

Mill MINIM II I 

Db . 2 ATCTTTTCTTGAAAGTACG 2 0 



RESULT 17 

AR271404 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 



FEATURES 

source 



ORIGIN 



linear PAT 10-APR-2003 



AR271404 69 bp DNA 

Sequence 2 from patent US 6503706. 
AR271404 

AR271404 . 1 GI : 29702822 



Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 69) 

Abken,H.J., Albert ,W. and Jungfer,H. 

Method for identifying human and animal cells having an unlimited 

proliferation of tumor- formation potential 

Patent: US 6503706-A 2 07-JAN-2003; 

Roche Diagnostics GmbH; Mannheim; 

DEX; 

Location/Qualifiers 
1. .69- 

/organi sm= " unknown " 
/mol_type= n genomic DNA" 



Query Match 74 . 7%; 

Best Local Similarity 84.2%; 
Matches 16; Conservative 



Score 14.2; DB 2; Length 69; 
Pred. No. 1.3e+04; 
0; Mismatches 3; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAGG 19 

Mill MINIM II I 

2 ATCTTTTCTTGAAAGTACG 2 0 



RESULT 18 

CS174292/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 



CS174292 47 bp DNA 

Sequence 56 from Patent WO2005090603 . 
CS174292 

CS174292 . 1 GI : 77625158 

synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 



linear PAT 12 -OCT- 2005 
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AUTHORS 

TITLE 

JOURNAL 

FEATURES 

source 



Nakamura , Y . 

Method for .diagnosing non-small cell lung cancer 
Patent: .WO 2005090603-A 56 29-SEP-2005; 

The University of Tokyo (JP) ; Oncotherapy Science, Inc. (JP) 
Location/Qualifiers 
1. .47 

/organism=" synthetic construct" 
/mol_type="unassigned DNA" 
/db_xr e f = ■' t axon : 3 2 6 3 0 " 

/note="An artificially synthesized oligonucleotide 
sequence for hairpin siRNA" 



ORIGIN 



Query Match 73.7%; Score 14; DB 2; Length 47; 

Best Local Similarity 100.0%; Pred. No. 1.7e+04; 
Matches 14; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 



Db 



1 ATCTTCTCTTGAAA 14 

I I I I I II II II II I 
32 ATCTTCTCTTGAAA 19 



RESULT 19 

CS174290/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE . 
JOURNAL 

FEATURES . 

source 



CS174290 51 bp DNA linear PAT 12-OCT-2005 

Sequence 54 from Patent WO2005090603 . 

CS174290 

CS174290.1 GI:77625156 

( 

synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Nakamura , Y . 

Method for diagnosing non- small cell lung cancer 
Patent: WO 2005090603-A 54 29-SEP-2005; 

The University of Tokyo (JP) ; Oncotherapy Science, Inc. (JP) 
Location/Qualifiers 
1. .51 

/organism=" synthetic construct" 
/mol__type="unassigned DNA" 
/ db_xr e f = 11 1 axon : 3 2 6 3 0 " 

/note="An artificially synthesized oligonucleotide 
sequence for construction of siRNA expression vector" 



ORIGIN 



Query Match 73.7%; Score 14; DB 2; Length 51; 

Best Local Similarity 100.0%; Pred. No. 1.7e+04; 
Matches 14; Conservative 0; Mismatches 0; Indels 



0; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAA 14 

I I I I I I I I I I I I I I 
36 ATCTTCTCTTGAAA 23 



RESULT 20 

CS174291 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 



CS174291 51 bp DNA 

Sequence 55 from Patent WO2005090603 . 
CS174291 

CS174291. 1 GI : 7762 5157 



linear PAT 12-OCT-2005 
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KEYWORDS 
SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Nakamura , Y . 

Method for diagnosing non- small cell lung cancer 
Patent: WO 2005090603-A 55 29 -SEP-2005 ; 

The University of Tokyo (JP) ; Oncotherapy Science, Inc. (JP) 
Location/Qualifiers 
1. .51 

/organism=" synthetic construct" 
/mol_type="unassigned DNA" 
/dbjxref = " taxon : 3 2 6 3 0 " 

/note="An artificially synthesized oligonucleotide 
sequence for construction of siRNA expression vector" 



ORIGIN 



Query Match 73.7%; Score 14; DB 2; Length 51; 

Best Local Similarity 100.0%; Pred. No. 1.7e+04; 
Matches 14; Conservative 0; Mismatches 0; Indels 



0; Gaps 



0; 



Qy 
Db 



1 ATCTTCTCTTGAAA 14 

I I I I I I I I I I I I I I 
2 0 ATCTTCTCTTGAAA 33 



RESULT 21 

CQ550203/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



ORIGIN 



linear PAT 30-JAN-2004 



CQ550203 60 bp DNA 

Sequence 19838 from Patent WO0210449. 
CQ550203 

CQ5502 03 . 1 GI : 4151663 0 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae ; Homo . 
1 

Shoshan,A., Wasserman,A. , Mintz,E., Mintz,L. and Faigler,S. 
Oligonucleotide library for detecting ma transcripts and splice 
variants that populate a transcriptome 
Patent: WO 0210449-A 19838 07-FEB-2002; 
Compugen Inc. (US) 

Location/Qualifiers 

1. .60 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db xref=" taxon: 9606" 



Query Match 73.7%; Score 14; DB 2; Length 60; 

Best Local Similarity 100.0%; Pred. No. 1.7e+04; 
Matches 14; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 
Db 



1 ATCTTCTCTTGAAA 14 

I I I I I I I I I I I I I I 
25 ATCTTCTCTTGAAA 12 
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RESULT 22 

AX516067 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



misc feature 



ORIGIN 



AX516067 41 bp DNA linear PAT 05-OCT-2002 

Sequence 2265 from Patent WO02052044. 

AX516067 

AX516067.1 GI:23563647 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini ; 
Hominidae; Homo. 
1 

Nakamura,Y., Sekine,A., lida,A. andSaito,S. 
Detection of genetic polymorphisms 
Patent: WO 02052044-A 2265 04-JUL-2002; 
Riken (JP) 

Location/Qualifiers 

1. .41 

/organism= "Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref = " t axon : 9 6 0 6 " 
21 

/note="n represents tt or deletion" 



Query Match 72.6%; 
Best Local Similarity 83.3%; 
Matches 15; Conservative 



Score 13.8; DB 2;. Length 41; 
Pred. No. 2.3e+04; 
0; Mismatches 3; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAG 18 

MINIMI Ml Ml 

11 ATCTTCTCTCNAAACTAG 28 



RESULT 23 

AX517473 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AX517473 41 bp DNA linear PAT 05-OCT-2002 

Sequence 3671 from Patent WO02052044. 

AX517473 

AX517473.1 GI:23566100 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Euarchontoglires; Primates; Catarrhini; 
Hominidae; Homo. 
1 

Nakamura,Y., Sekine,A., Iida,A. and Saito,S. 
Detection of genetic polymorphisms 
Patent: WO 02052044-A 3671 04-JUL-2002; 
Riken (JP) 

Location/Qualifiers 

1. .41 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db xref ="taxon: 9606" 



Query Match 72.6%; 
Best Local Similarity 83.3%; 



Score 13 . 8 ; DB 2 ; 
Pred. No. 2.3e+04; 



Length 41; 
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Matches 15; Conservative 0; Mismatches 3; Indels 0; Gaps 



0; 



Qy 

Db 



1 ATCTTCTCTTGAAAATAG 18 

MINIMI III III 

11 ATCTTCTCTCNAAACTAG 28 



RESULT 24 " 

AX520878 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AX520878 • 41 bp DNA linear PAT 05-OCT-2002 

Sequence 7076 from Patent WO02052044. 

AX520878 

AX520878 . 1 GI : 23 571558 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini ; 
Hominidae ; Homo . 
1 

Nakamura, Y. # Sekine,A., Iida,A. and Saito # S. 
Detection of genetic polymorphisms 
Patent: WO 02052044-A 7076 04-JUL-2002; 
Riken (JP) 

Location/Qualifiers 

1. .41 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db xref="t axon: 9606" 



Query Match 72.6%; Score 13.8; DB 2; Length 41; 

Best Local Similarity 88.2%; Pred. No. 2.3e+04; 

Matches 15; Conservative 0; Mismatches 2; Indels 



Qy 

Db 



0 ; Gaps 



0; 



1 ATCTTCTCTTGAAAATA 17 

Mill I IIMIIIII 

25 ATCTTGTTTTGAAAATA 41 



RESULT 25 

AR290700 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 



linear PAT 12-JUN-2003 



AR290700 47 bp DNA 

Sequence 2435 from patent US 6537751. 
AR290700 

AR290700. 1 GI : 31677984 



Unknown . 
Unknown . 
Unclassified. 
1 (bases 1 to 47) 

Cohen, D., Chumakov,I. and Blumenf eld, M . 

Biallelic markers for use in constructing a high density 
disequilibrium map of the human genome 
Patent: US 6537751-A 2435 25-MAR-2003; 
Genset S. A. ; ; 



FRX; 



FEATURES 

source 



Location/Qualifiers 
1. .47 

/organism= "unknown" 
/mol_type= "genomic DNA" 
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ORIGIN 



Query Match 72.6%; 
Best Local Similarity 88.2%;. 



Matches 



Qy 

Db 



15; Conservative 
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-II II IIIIMIIIII 
6 ATTTTATCTTGAAAATA 22 



Score 13.8; DB 2; 
Pred. No/ 2.3e+04; 
0; Mismatches 2; 

17 



Length 47; 



Indels 



0; . Gaps 



0; 
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CS048040/C 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



linear PAT 22-MAR-2005 



CS048040 51 bp DNA 

Sequence 83 from Patent WO2005019475 . 
CS048040 

CS048040.1 GI:61853734 



synthetic construct 
synthetic construct 

other sequences; artificial sequences. 
1 

Nakamura,Y. and Katagiri,T. 

Hypoxia-inducible protein 2 (hig2), a novel therapeutic 
potentialtarget of renal cell carcinoma (rcc) 
Patent: WO 2005019475-A 83 03-MAR-2005; 

Oncotherapy Science, Inc. (JP) ; The University of Tokyo (JP) 
Location/Qualifiers 
1. .51' 

/organism= 11 synthetic construct 11 
/mol_type="unassigned DNA" 
/db_xr ef = " t axon : 3 2 6 3 0 " 

/note="an artificially synthesized oligonucleotide 
sequence for siRNA" 



ORIGIN 



Query Match 7 2 .6%; 

Best Local Similarity 88.2%; 
Matches 15; Conservative 



Score 13.8; DB 2; Length 51; 
Pred. No. 2.2e+04; 
0; Mismatches 2; Indels 



0; Gaps 



0; 
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